Supplementary Figure 2. Oligomeric state of the BAP1/ASXL1 complex. (a)
Left panel: BAP1 superose 6 10/30 SEC-MALLS graph (SEC: black, MALLS: orange). Right panel: Zoom in of the peak. Two regions of the peak were selected for analysis (dotted lines). The right side of the peak where the MALLS signal (orange) flattens was determined to have a 185 kDa molecular weight using the refractive index (RI) signal, consistent with a BAP1 dimer (theoretical MW 160 kDa). The entire peak was calculated to have a 353 kDa molecular weight. This value is likely inaccurate however due to the formation of higher order oligomers. All SEC-MALLS data were analyzed using the Astra software (Wyatt Technology). A scrambled peptide of the BAP1 C-terminus is also able to inhibit oligonucleosomal H2A DUB activity of the complex. Time points (7.5, 15, 22.5, 30min) . Concentration peptides was 100 µM. (d) Anti-H2A blot of a DNA competition assay. BAP1/ASXL1 DEU H2A deubiquitinating activity is not inhibited by the presence of 1 µM or 0.1 µM 146 bp alpha satellite DNA. At 10 µM of DNA western blotting problems occurred preventing the efficient transfer of these reactions. This was likely due to the high concentration of DNA in the reaction. (e) DUB assay with oligonucleosomal H2A ubiquitinated at K119 with TAMRA ubiquitin as a substrate,
shows that the BAP1/ASXL1 DEU complex can deubiquitinate this substrate even in the presence of 10 µM of 146 bp alpha satellite DNA as seen by the increased signal of free TAMRA Ubiquitin compared to the control. n/a n/a n/a n/a BAP1 ASXL1NEF DEU 46 ± 0.14 -44 ± 0.54 -34 0.32 ± 0.003 
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